have the capacity to provide a detailed understanding of the spatio-temporal dynamics 61 and diversity of Legionella species and be used as reliable and precise monitoring tools 62 of pathogenic species, such as L. pneumophila [6] .
63
NGS has the potential to be an upgrade to the current accepted methodologies,
64
and consequently be translated into active frameworks for routine surveillance and HotStarTaq DNA polymerases, after clustering of NGS reads into OTUs using an identity 138 criterion of 98%. (Fig. 1) . sample ( Fig. 1(a) observed in samples amplified with HotStarTaq ( Fig. 1(b) ). Shannon´s diversity index on 
156
To assess beta-diversity, we characterised the relative abundance and composition (Fig. 2) Based on SIMPROF analysis (Fig. 2(a) was not statistically significant in the sample set used (SIMPROF, P>0.05).
189
Nonetheless, shifts in the Legionella community of every sample studied were 190 observed ( Fig. 2(b) ), with the similarity levels ranging from 75.9 (Sample G) to 88.4 between non-specific amplification and yield, in order to maximise detection/sensitivity. 
255
In summary, our data highlights the potential advantageous effects of the use of 
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